ABSTRACT
INTRODUCTION
One of the major health problems in the swine industry is the high frequency of diarrhoea in piglets, which is one of the main causes of mortality and morbidity in neonatal Aichivirus B (formerly bovine kobuvirus). The virus was named porcine kobuvirus 1 (PKV-1), which is also referred to as Aichivirus C.
The kobuvirus genome ranges from 8.2 to 8.4 kb in size with a viral protein genome (VPg) linked to the 5'-untranslated region (UTR) and a poly (A) tail at the 3'-UTR [12] .
The polyprotein precursor is further processed to generate a leader (L) protein, three structural proteins (VP0, VP3 and VP1), and seven non-structural proteins (2A, 2B, 2C, 3A, 3B, 3C and 3D) [ [1] . In the scientific literature, PKV-1 is traditionally described as an enteric virus, however, its pathogenesis and contribution to the development of enteric disease remain poorly understood.
Rotaviruses were first described in pigs in 1976, and they are known enteric pathogens which cause gastroenteritis in young children and animals [27] . Classification of members of the Rotavirus genus is based on the serological reactivity and genetic variability of VP6, and at present there are 8 different groups which are differentiated alphabetically from A-H (RVA-RVH) [18] . The RVA group is antigenically the most diverse species amongst the Rotavirus genus, and they are also the most important due to their high prevalence and pathogenicity in both humans and animals.
The goal of this study was to determine the prevalence of porcine kobuvirus 1 in both healthy and diarrhoeic piglets in Slovakia, and to determine the relationship between kobuvirus and rotavirus A in their ability to cause diarrhoea. This information will contribute to the present knowledge available on porcine kobuvirus 1, and ultimately aid the understanding of its clinical impact on the swine industry.
MATERIALS AND METHODS

Samples
Rectal swabs were collected from 8 farms across Eastern and Western Slovakia, using transport swab applicators (Sarstedt AG & Co, Germany). The samples were collected from 91 suckling piglets before they were of weaning age (< 28 days) which were divided into clinically healthy (n = 54) and diarrhoeic (n = 37) groups. Details of both PCR methods were described elsewhere
RNA isolation
Elution
[13].
Gel electrophoresis
The size of the PCR products was checked by electrophoresis in 2 % agarose gel. The DNA Ladder 100 bp marker (AppliChem, GmbH, Germany) was used to aid approximation of the size of the DNA fragments.
Statistical analysis
Statistical analysis was performed using the software GraphPad Prism 5 for Windows (GraphPad Software, USA).
The data was analysed using the chi-square (χ2) test, with confidence limits of 95 %, P < 0.05 (statistically significant) or 99 %, P < 0.01 (highly statistically significant). 
RESULTS
Prevalence of rotavirus
Levels of co-infection of rotavirus A and porcine kobuvirus 1 in clinically healthy and diarrhoeic pigs
Both PKV-1 and RVA were detected together in 24 pigs, with a positivity rate of 26.4 %. Healthy pigs had a positivity rate of 11.1 % (6 positive; 48 negative), whereas a higher rate of 48.6 % was detected in diarrhoeic pigs (18 positive; When comparing the levels of PKV-1 in healthy and diarrhoeic pigs, the present study detected nearly similar levels 
CONCLUSIONS
The results of this study clearly confirmed that while RVA is a causative agent of diarrhoea in piglets, PKV-1 cannot confidently be confirmed as a typical diarrhoeic pathogen. Although PKV-1 has a high prevalence in piglets in Slovakia, they survive with absence of significant disease.
Further investigation is required to determine the role of PKV-1 in the enteric system and such kind of research requires a more complex approach including the application of the next generation of sequencing techniques.
